Serologic evidence identified flying foxes (genus Pteropus) as the likely reservoir host, and HeV was subsequently isolated from 2 species of pteropid bats (2) . Serologic evidence of HeV in bats has been demonstrated along the east coast of Australia to Melbourne and west across northern Australia to Darwin. Seroprevalence can be as high as 25% (3) . In recent years, the regularity of spillover events has increased. Increased monitoring of bat population sizes, virus in bat populations, and virus characterization is necessary to better learn about trigger(s) for spillover events.
Nipah virus (NiV) is the only other known species within the genus Henipavirus. NiV was first identified during a major outbreak of diseases in pigs and humans in peninsular Malaysia during 1998-99. NiV reemerged in Bangladesh in 2001, with recurrence resulting in human infection almost annually in Bangladesh and India (4) . Serologic evidence of NiV or NiV-related viruses has been demonstrated in bats in Thailand (5), Indonesia (6), People's Republic of China (7), Madagascar (8) , and west Africa (9); virus has been isolated from flying foxes in Malaysia (10) and Cambodia (11) .
A major characteristic of henipavirus infections is their systemic spread, with evidence of infection in multiple organ systems. HeV infection in horses typically produces an acute, febrile respiratory disease (12) with a high casefatality rate. The 2008 Redlands outbreak was the largest in horses since the first identified outbreak in 1994. During this outbreak, infected horses showed atypical signs of HeV infections, with clinical features of a more neurologic nature (13) . Before the outbreak was attributed to HeV, 2 persons became infected, resulting in 1 death and the potential exposure of >50 persons. The reason for the altered clinical picture during this spillover event is unknown. 
The Study
Little is known about the genetic variation of henipaviruses because few sequences are available; most sequences came from the NiV outbreak in Malaysia and Singapore. From the NiV outbreak in Malaysia, sequences were obtained for isolates from 4 humans, 4 pigs, and 1 bat. One sequence is available for the original HeV isolate and 1 isolate each of NiV from Bangladesh and India. A limited sequence for the N and G genes for 2 isolates from Cambodia has been deposited in GenBank.
Five additional isolates from horses were obtained from outbreaks in Murwillumbah (2006) Analysis of the sequences demonstrated the extreme conservation at the genome and protein levels. All isolates had the identical genome length of 18,234 nt, with the sequence variation across the full genome being <1%. All open reading frames (ORFs) were the same length as those of the original HeV isolate (Hendra virus/Australia/horse/1994/ Hendra). Minor nucleotide changes were seen in the ORFs and the noncoding regions. The N ORF had the highest percentage of changes in both nucleotide and amino acid variation ( Table 2 ). The number of nucleotide changes was lower than those in other RNA viruses; for example, the N gene of measles virus showed up to 7% variation in nucleotide sequence (14) . The predicted size of each of the P gene products (V, W, and C) was conserved in all isolates. The small basic (SB) protein ORF identified in the original HeV isolate of HeV, but not seen in any of the NiV strains, was present in all isolates with an identical length of 65 aa. The variation in this ORF was higher than that for other ORFs, with 0-6% aa variation. Although SB is in an alternate frame within the P gene, the variation was much higher than that of the C ORF, which is also in an alternate ORF.
Phylogenetic analysis was performed by using both DNA and amino acid sequences for individual genes and for the complete genome. The multiple branches of the phylogenetic tree, particularly for the N gene (Figure) , suggest that all these isolates branched from an ancestor earlier than 1994 when the first identified outbreak occurred. For example, the 2006 isolate from Murwillumbah shows greatest similarity to the 1994 isolate, whereas the other isolates are in a separate branch on the tree.
The data reported here are consistent with each of these individual spillover events that occurred after exposure to viral variants coming from a large pool of quasispecies in the bat population in Australia. This genetic conservation in HeV isolates may suggest that HeV is genetically stable in the reservoir bat population, although because of the lack of HeV isolates from bats, the possibility cannot be excluded that this genetic similarity resulted from selection both for variants that can infect horses and selection within the infected horse. Further analysis of this sequence data and future sequence information will help with understanding of differences in the clinical picture and may provide evidence to explain the apparent increase in regularity of recent spillover events.
Conclusions
Our results demonstrated that HeV isolates from horses are genetically similar, with variation at both the nucleotide and amino acid levels, uniformly small, and <1% across the 18.2-kb genome. Furthermore, data show that different outbreaks resulted from independent spillover events from a pool of HeV quasispecies in the fruit bat populations in Australia. The genetic relatedness of HeV isolates from horses is not correlated with the time the corresponding HeV outbreaks occurred. The presence of SB ORF in all HeV isolates, but not in NiV isolates, warrants further functional analysis of this intriguing putative protein. 
